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Score E 

Sequences producing significant alignments: (bits) Value 

gi I 556423 89 ! ref | XP_523094 > 1 1 PREDICTED: similar to Presenil... 452 e-126 

gi I 37182 518 I gb| AAQ89061 . 1 | TAAV688 [Homo sapiens] 451 e-125 

gi I 5072 69 54 I ref | NP_1 12 591 . 2 | presenilin stabilization facto... 449 e-125 iSI 

gi 1 12052866 i emb|CAB6 660 6 . 1 | hypothetical protein [Homo sapi . . . 447 e-124 @ 

gi I 5572 6744 | emb I CAH9G134 . 1 1 hypothetical protein [Pongo pyg. . . 444 e-123 

gi I 29243936 I ref | NP_808251 . 1 1 hypothetical protein 4632417K0... 391 e-107 M 

gi I 3 4864291 | ref | XP_217185 . 2 | similar to RIKEN cDNA 0610008A. . . 377. e-103 ^ 

gi 121492 616 | ref j NP_08095 0 . 1 | RIKEN cDNA 0610008A10 [Mas mus . . . 369 e-101 @ 

gi I 37682171 i qb | AAQ98012 . 1 1 anterior pharynx defective IB-li... 28.4 2e-75 @ 

gi 134864287 I ref I XP_343418 > 1 1 similar to RIKEN cDNA 0610008A. , . 182 7e-75 @ 

gi 117389295 I gb I AAH17 699.1 1 APH-IA protein [Homo sapiens] >g. . . 256 7e-67 ^ 

gi 1 15 990414 | gb | AAH15568 . 1 1 APH-IA protein [Homo sapiens] >g. , . 254 2e-66 ^ 

gi 1 12 65477 5 | gb | AAH01230 « 1 1 APH-IA protein [Homo sapiens] 254 2e-66 @ 

gi I 56268871 j gb | AAH87081 . 1 1 Unlcnown (protein for MGC:94545) 253 5e-66 

gi [222037 51 | ref | NP_666216 > 1 | anterior pharynx defective lA . . . 2 52 8e-6 6 @ 

gi I 34858248 | ref | XP_345252 . 1 1 similar to Aphla-pending prote... 2_52 le-65 @ 

gi|l8848275 |gb|AAH24111.1 I 6530402N02Rilc protein [Mus muscu. . . 251 2e-65 
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1 putative lipoprotein [Burkhold. . . 
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n > gi I 55642389 | ref | XP„523094 . 1 1 PREDICTED: similar to Presenilin stabilization fac 
troglodytes] 
Length =3 89 

Score = 452 bits (1162), Expect = e-126 

Identities = 231/259 (89%), Positives = 231/259 (89%) 

Frame = +3 

Query: 3 VAMTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARV 182 

VAMTAAVFFGCAFIAFGPALALYVFTIA EPLRIIFLIAGA MARV 
Sbjct: 131 VAMTAAVFFGCAFIAFGPALALYVFTIATEPLRIIFLIAGAFFWLVSLLISSLVWFMARV 190 

Query: 183 IIDNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAY 362 

IIDNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAY 
Sbjct: 191 IIDNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAY 250 

Query: 363 VSGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFF 542 

VSGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFF 
Sbjct: 251 VSGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFF 310 

Query: 543 DGCEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSL 722 

DGCEKKKWG SAQTF I SSYYGINLASAF I I LVLMGTWAFLAAGGSCRSL 

Sbjct: 311 DGCEKKKWGILLIVLLTHLLVSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSL 370 

Query: 723 KLCLLCQDKNFLLYNQRSR 779 

KLCLIiCQDKNFLLYNQRSR 
Sbjct: 371 KLCLLCQDKNFLLYNQRSR 389 



□ > qi|37182518 igb|AAQ89061.1 I @ TAAV688 [Homo sapiens] 
Length = 257 

Score = 451 bits (1159), Expect = e-125 

Identities = 230/257 (89%), Positives = 230/257 (89%) 

Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188- 

MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGA MARVII 
Sbjct: 1 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAFFWLVSLLISSLVWFMARVII 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 3 68 

DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 
Sbjct : 61 DNKDGPTQKYLLIFGAFVSVYIQEiyiFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 12 0 

Query: 369 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 
Sbjct: 121 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 180 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTF I SSYYGINLASAF I I LVLMGTWAFLAAGGSCRSLKL 728 

CEKKKWG SAQTFISSYYGINLASAFIILVLMGTWAFLAAG'GSCRSLKL 
Sbjct: 181 CEKKKWGILLIVLLTHLLVSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 240 

Query: 729 CLLCQDKNFLLYNQRSR 779 

CLLCQDKNFLLYNQRSR 
Sbjct: 241 CLLCQDKNFLLYNQRSR 257 
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□ > CTi I 5072 6954 1 ref I NP_112591 > 2 | @ presenilin stabilization factor-like [Homo sapie 
qi |18088649 |ab| AAH20905 . 1 1 B Presenilin stabilization factor-like [Homo sapiens] 
Length = 257 

Score = 449 bits (1154), Expect = e-125 

Identities = 229/257 (89%), Positives = 229/257 (89%) 

Frame = +3 

Query : 9 MTAAVFFGCAFI AFGPALALYVFTI AIEPLRI IFLI AGAXXXXXXXXXXXXXXXMARVI 1188 

MTAAVFFGCAFIAFGPALiALYVFTIA EPLRIIFLIAGA MARVII 
Sbjct: 1 MTAAVFFGCAFIAFGPALALYVFTIATEPLRIIFLIAGAFFWLVSLLISSLVWFMARVII 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 368 

DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSiyiRLLAYVS 
Sbjct : 61 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSiyiRLLAYVS 120 

Query: 3 69 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 
Sbjct: 121 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 180 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEKKKWG SAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 
Sbjct: 181 CEKKKWGILLIVLLTHLLVSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 240 

Query: 72 9 CLLCQDKNFLLYNQRSR 779 

CLLCQDKNFLLYNQRSR 
Sbjct: 241 CLLCQDKNFLLYNQRSR 2 57 



G >gi 1 12052866 | emb | CAB66606 . 1 1 Mi hypothetical protein [Homo sapiens] 

gi I 37077447 IsplQaw^MB |AP1B_HUMAN B Gamma-secretase subunit APH-IB (APH-lb) (Aph-1 

stabilization factor-like) 
gi I 24637564 I gb I AAN63 817 . 1 | ISl presenilin stabilization factor-like protein [Homo s 

Length = 2'57 

Score = 447 bits . (1150), Expect = e7l24 

Identities = 228/257 (88%), Positives = 229/257 (89%) 

Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MTAAVFFGCAFIAFGPALALYVFTIA EPLRIIFLIAGA MARVII 
Sbjct : 1 MTAAVFFGCAFIAFGPALALYVFTIATEPLRIIFLIAGAFFWLVSLLISSLVWFMARVII 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 368 

DNKDGPTQKYLLIFGAFVSVYI+EMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 
Sbjct : 61 DNKDGPTQKYLLIFGAFVSVYIREMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 120 

Query: 3 69 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 
Sbjct: 121 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 180 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEKKKWG SAQTFISSYYGINLASAFI ILVLMGTWAFLAAGGSCRSLKL 

Sbjct: 181 CEKKKWGILLIVLLTHLLVSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 240 
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Query: 729 CLLCQDKNFLLYNQRSR 779 

CLLCQDKNFLLYNQRSR 
Sbjct: 241 CLLCQDKNFLLYNQRSR 257 



fj > gi I 5572 6744 I emb | CAH90134 . 1 1 hypothetical protein [Pongo pygmaeus] 
Length =2 57 

Score = 444 bits (1142), Expect = e-123 

Identities = 226/257 (87%), Positives = 228/257 (88%) 

Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MTAAVFFGCAFIAFGPALALYVFTIA EPLRIIFLIAGA MARVII 
Sbjct: 1 MTAAVFFGCAFIAFGPALALYVFTIATEPLRIIFLIAGAFFWLVSLLISSLVWFMARVII 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 368 

DNKDGPTQKYLLIFG FVSVYIQEMFRFAYY+LLKKASEGLKSINPGETAPSMRLLAYVS 
Sbjct: 61 DNKDGPTQKYLLIFGTFVSVYIQEMFRFAYYRLLKKASEGLKSINPGETAPSMRLLAYVS 120 

Query: 3 69 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 
Sbjct: 121 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 180 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEKKKWG SAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 
Sbjct: 181 CEKKKWGILLIVLLTHLLVSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 240 

Query: 72 9 CLLCQDKNFLLYNQRSR 779 

CLLCQDK+FLLYNQRSR 
Sbjct: 241 CLLCQDKDFLLYNQRSR 257 



fj >gi I 29243936 I ref I NP_808251 > 1 I B hypothetical protein 4632417K02 [Mus musculus] 

gi I 50927492 |gblA7\H79 65 9 > 1 | Wi Hypothetical protein 4632417K02 [Mus musculus] 

gi|263405 56| dbj | BAC33 940 , 1 | B unnamed protein product [Mus musculus] 

gi I 37077156 | sp | QSC7N7 | AP1B_M0USE @l Gamma- secretase subunit APH-IB 
Length = 257 

Score = 391 bits (1004), Expect = e-107 

Identities = 194/257 (75%), Positives = 210/257 (81%) 



Frame 


= +3 




Query: 


9 


MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 


188 






MTAAVFFGCAFIAFGPALALYVFTIA +PLR+IFLIAGA + RVI 




Sbjct: 


1 


MTAAVFFGCAFIAFGPALALYVFTIATDPLRVIFLIAGAFFWLVSLLLSSVFWFLVRVIT 


60 


Query : 


189 


DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 


368 






DN+DGP Q YLLIFG +SV IQE+FR AYYKLLKKASEGLKSINP ETAPSMRLLAYVS 




Sbjct : 


61 


DNRDGPVQNYLLIFGVLLSVCIQELFRLAYYKLLKKASEGLKSINPEETAPSMRLLAYVS 


120 


Query: 


369 


GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 


548 






GLGFGIMSGVFSFVNTLS+SLGPGTVGIHGDSPQFFL SAFMTLV+I+LHVFWG+VFFDG 




Sbjct: 


121 


GLGFGIMSGVFSFVNTLSNSLGPGTVGIHGDSPQFFLNSAFMTLWIMLHVFWGWFFDG 


180 
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Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEK KW S QTF+S YY +NL +A+II+VLMG WAF AGGSCRSLKL 

Sbjct: 181 CEKNKWYTLLTVLLTHLWSTQTFLSPYYEVNLVTAYIIMVLMGIWAFYVAGGSCRSLKL 240 

Query: 7 29 CLLCQDKNFLLYNQRSR 779 

CLLCQDK+FLLYNQRSR 
Sbjct: 241 CLIiCQDKDFLLYNQRSR 2 57 



□ > gi I 348 64291 | ref | XP„217185 . 2 | ISl similar to RIKEN cDNA 0610008A10 [Rattus norvegj 
Length =2 57 

Score = 377 bits (968), Expect = e-103 

Identities = 189/257 (73%), Positives = 207/257 (80%) 

Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MTA VFFGCAFIAFGPALALY+FTIA +PLR+IFLIAGA + RVI 

Sbjct: 1 MTAPVFFGCAFIAFGPALALYLFTIATDPLRVIFLIAGAFFWLVSLLLSSVFWFLVRVIT 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 3 68 

DN+DGP Q YLLIFG +SV IQE+FR AYY+LLKKASEGLKSINP ETAPSMRLLAYVS 
Sbjct: 61 DNRDGPVQNYLLIFGVLLSVCIQELFRLAYYRLLKKASEGLKSINPEETAPSMRLLAYVS 120 

Query: 3 69 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

GLGFGIMSGVFSFVNTLS++LGPGTVGIHGDSPQFFL SAFMTLVII+LHVFWGIVFFDG 
Sbjct: 121 GLGFGIMSGVFSFVNTLSNALGPGTVGIHGDSPQFFLNSAFMTLVIIMLHVFWGIVFFDG 180 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEK KW S QT +S +Y +NL +A+II+VLMG WAF AGGS RSLKL 

Sbjct: 181 CEKNKWYILLTVLLTHLLVSTQTLLSPHYEVNLVTAYIIMVLMGIWAFCVAGGSRRSLKL 240 

Query: 72 9 CLLCQDKNFLLYNQRSR 77 9 

CLLCQDK+FLLYNQRSR 
Sbjct: 241 CLLCQDKDFLLYNQRSR 257 



Ci > gi I 21492 616 | ref | NP_0 80 9 50 . 1 | B RIKEN cDNA 0610008A10 [Mus musculus] 

gi I 3 8 648719 |gb| AAH63 2 54 . 1 | B RIKEN cDNA 0610 008A10 [Mus musculus] 

gi |2 974790 6 |gb|AAH50923 .1 1 B RIKEN cDNA 0 610008A10 [Mus musculus] 
gii37077773|sp| Q9DCZ9 [ AP1C_MQUSE Putative gamma-secretase subunit APH-IC 

gi 1 12832198 | dbj | BAB22004 . 1 1 SI unnamed protein product [Mus musculus] 
Lengtli = 2 58 

Score 369 bits (948), Expect = e-101 

Identities = 186/258 (72%), Positives - 204/258 (79%), Gaps = 1/258 (0%) 
Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MT VFFGCAFIAFGPA ALY+FTIA +PLR+IFLIAGA + RVI 

Sbjct: 1 MTLPVFFGCAFIAFGPAFALYLFTIATDPLRVIFLIAGAFFWLVSLLLSSMFWFLVRVIT 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGET-APSMRLLAYV 365 

+N+D Q YLLIFGA +SV IQE+FR AYYKLLKKASEGLKSINP E APSMRLLAYV 
Sbjct: 61 NNRDESVQNYLLIFGALLSVCIQELFRLAYYKLLKKASEGLKSINPEEDIAPSMRLLAYV 120 
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Query: 3 66 SGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFD 545 

SGLGFGIMSGVFSFVNTLS+SLGPGTVGIHGDSPQFFL SAFMTLV+I+LHVFWG+VFFD 
Sbjct: 121 SGLGFGIMSGVFSFVNTLSNSLGPGTVGIHGDSPQFFLNSAFMTLWTMLHVFWGWFFD 180 

Query: 546 GCEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLK 725 

GCEK KW S QTF+S YY +NL +A+II+VLMG WAF AGGSCRSLK 

Sbjct: 181 GCEKNKWYTLLTVLLTHLWSTQTFLSPYYEVNLVTAYIIMVLMGIWAFYVAGGSCRSLK 240 

Query: 72 6 LCLLCQDKNFLLYNQRSR 779 

CLLCQDK+FLLYNQRSR 
Sbjct: 241 FCLLCQDKDFLLYNQRSR 258 



□ > gi|37 68217l|qb|AAQ98012 .1| S anterior pharynx defective IB-like [Danio rerio] 

gi ! 410 5 6229 | ref | NP„9 5 6409 , 1 | @ anterior pharynx defective IB [Danio rerio] 
gi I 22001127 |gb| AAiyi8832 5. 1 | @ Aph-1 protein [Danio rerio] 

gi|479394 53 | gb|AAH71492.l| 10 Anterior pharynx defective IB [Danio rerio] 
gi [370773 09 I sp I Q8 JHE9 I AP1B_BRARE Gamma- secret as e subunit ^Aph-lb (Anterior-pharynx 
lb) 

Length = 258 
Score = 284 bits (726), Expect = 2e-75 

Identities = 147/259 (56%), Positives = 183/259 (70%), Gaps = 2/259 (0%) 
Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MT AVFFGC FIAFGPA+AL++FTIA +PLR+IFLIAGA + V I 

Sbjct : 1 MTVAVFFGCTFIAFGPAIALFMFTIARDPLRVIFLIAGAFFWLVSLLLSSLVWFIT-VQI 59 

Query: 189 DNKDGPTQKY-LLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAP-SMRLLAY 3 62 

NK+ TQ+ LLIFG +SV +QE FR+ YY+LLKKA+EGL +++ +T P SMR LAY 
Sbjct: 60 SNKNSATQQRGLLIFGWLSVLLQEAFRYGYYRLLKKANEGLLALSQEDTMPISMRQLAY 119 

Query: 3 63 VSGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFF 542 

VSGLGFG MSG FS VN LSDSLGPGTVGIHG+S +F+ SAFMTL IILLH+FWG+VFF 
Sbjct: 120 VSGLGFGFMSGAFSWNILSDSLGPGTVGIHGESQHYFISSAFMTLAIILLHMFWGWFF 179 

Query: 543 DGCEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSL 722 

+ CE+++W S TF++ +Y +L +IIL +M WA+L AGGS R+L 

Sbjct: 180 EACERQRWWALGAWASHLWSCLTFVNPHYQGSLIPTYIILSVMAVWAYLCAGGSLRNL 239 

Query : . 7 2 3 KLCLLCQDKNFLLYNQRSR 77 9 

KLCL C+DK+FLL N R R 
Sbjct: 240 KLCLTCKDKDFLLANHRPR 258 



n > gi I 34864287 | ref | XP_343418 , 1 1 B similar to RIKEN cDNA 0610008A10 [Rattus norvegj 
Length = 216 

Score = 282 bits (722), Expect = 7e-75 

Identities = 151/257 (58%), Positives = 168/257 (65%) 

Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

MTAAVFFGCAFIAFGPAL+LYVFTIA +PLR+IFLIAGA + RVI 

Sbjct : 1 MTAAVFFGCAFIAFGPALSLYVFTIATDPLRVIFLIAGAFFWLVSLLLSSVFWFLVRVIT 60 
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Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAPSMRLLAYVS 3 68 

DN+DGP Q YLLIFG +SV IQE+FR AYY+LLKKA+EGLKSINP ETAPSMRLLAY 
Sbjct : 61 DNRDGPVQNYLLIFGVLLSVCIQELFRLAYYRLLKKANEGLKSINPEETAPSMRLLAY"- 118 

Query: 369 GLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFDG 548 

AFMTLVI I +LHVFWGI VFFDG 
Sbjct: 119 AFMTLVI IMLHVFWGIVFFDG 139 

Query: 549 CEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLKL 728 

CEK KW S QT +S +Y +NL +A+II+VLMG WAF AGGS RSLKL 

Sbjct: 140 CEKNKWYILLTVLLTHLLVSTQTLLSPHYEVNLVTAYIIMVLMGIWAFCVAGGSRRSLKL 199 

Query: 729 CLLCQDKNFLLYNQRSR 779 

CLLCQDK+FLLYNQRSR 
Sbjct: 200 CLLCQDKDFLLYNQRSR 216 



□ > gi| 17389295 |gb|AAH17699.1 1 B APH-IA protein [Homo sapiens] 

gi 1 142 505 57 | gb| AAH0S7 32 . 1 1 @ APH-IA protein [Homo sapiens] 
gi 1 145 5 0502 I gb| AAH09 501 . 1 1 Wi APH-IA protein [Homo sapiens] 
gi 137183020 I qb I AAQ893 10.1 1 @ GAAV579 [Homo sapiens] 

gi I 56204870 | emb|CAI22812 .1 1 liJcely ortholog of C. elegans anterior pliarynx defect 
(APH-IA) [Homo sapiens] 

gi I 259895 08 | gbiA7 \M61955 . 1 | @ presenilin stabilization factor a [Homo sapiens] 

gi I 2 27 612 92 I dbj | BACH 52 9 . 1 | B unnamed protein product [Homo sapiens] 
Lengt]i = 247 

Score = 256 bits (653)", Expect = 7e-67 

Identities = 129/247 (52%), Positives = 166/247 (67%), Gaps = 1/247 (0%) 
Frame = +3 

Query: 9 MTAAVFFGCAFIAFGPALALYVFTIAIEPLRIIFLIAGAXXXXXXXXXXXXXXXMARVII 188 

M AAVFFGC F+AFGPA AL++ T+A +PLR+I L+AGA + + 

Sbjct: 1 MGAAVFFGCTFVAFGPAFALFLITVAGDPLRVIILVAGAFFWLVSLLLASWWFILVHVT 60 

Query: 189 DNKDGPTQKYLLIFGAFVSVYIQEMFRFAYYKLLKKASEGLKSINPGETAP-SMRLLAYV 3 65 

D D Q LLIFGA VSV +QE+FRFAYYKLLKKA EGL S++ +P S+R +AYV 

Sbjct : 61 DRSDARLQYGLLIFGAAVSVLLQEVFRFAYYKLLKKADEGLASLSEDGRSPISIRQMAYV 120 

Query: 3 66 SGLGFGIMSGVFSFVNTLSDSLGPGTVGIHGDSPQFFLYSAFMTLVIILLHVFWGIVFFD 545 

SGL FGI+SGVFS +N L+D+LGPG VGIHGDSP +FL SAF+T IILLH FWG+VFFD 
Sbjct: 121 SGLSFGIISGVFSVINILADALGPGWGIHGDSPYYFLTSAFLTAAIILLHTFWGWFFD 180 

Query: 546 GCEKKKWGXXXXXXXXXXXXSAQTFISSYYGINLASAFIILVLMGTWAFLAAGGSCRSLK 72 5 

CE++++ S TF++ +Y +L + + V MG WAF+ AGGS RS++ 

Sbjct: 181 ACERRRYWALGLWGSHLLTSGLTFLNPWYEASLLPIYAVTVSMGLWAFITAGGSLRSIQ 240 

Query: 726 LCLLCQD 746 
LLC+D 

Sbjct: 241 RSLLCKD 247 



□ > gi I 15990414 |gb|AAH15 56 8 > 1 | @ APH-IA protein [Homo sapiens] 
g i 1 18088501 I gb I AAH2 0590.1 1 O APH-IA protein [Homo sapiens] 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



12/19/2004 



